SmqnrR does not equally regulate the expression of Smqnr in all S. maltophilia strains. The intrinsic resistome has been defined as the set of determinants that contribute to the specific phenotype of susceptibility to antibiotics of a given bacterial species. 9 Our results indicate that the contribution to intrinsic resistance (and its regulation) of the elements of bacterial intrinsic resistome (as Smqnr) can be strain-specific. We should therefore be aware that a feature observed in a specific bacterial strain cannot necessarily be extrapolated to the remaining strains of the same species. More studies in other S. maltophilia strains will be required to decipher whether the differential effect observed in these two strains is a general issue or just an exception for one of the analysed isolates. 
6 Sanchez MB, Martinez JL. SmQnr contributes to intrinsic resistance to quinolones in Stenotrophomonas maltophilia. Antimicrob Agents Chemother 2010; 54: 580-1. Sir, A recent compilation of antimicrobial resistance (AMR) data from sub-Saharan Africa (sSA) by Leopold et al. 1 did not consider the role of non-clinical contexts for the dispersion of AMR. Also, among the microorganisms presented they did not include Enterococcus spp., opportunistic bacteria associated with community and hospital infections worldwide, mainly in individuals with underlying risk factors often identified in sSA (e.g. immunocompromised). 2 -6 AMR rates of Enterococcus from diverse sSA environments and hosts were variable among countries, but often included resistance to b-lactams, widely used due to their low cost and ready availability. 4 -8 Ampicillin resistance (AmpR) is considered a marker of worldwide Enterococcus faecium (Efm) nosocomial epidemic clones [Bayesian Analysis of Population Structure (BAPS) subgroups 2.1a and 3.3a], 3 although in sSA the genetic background of AmpR-Efm is barely known in clinical or community settings (http://pubmlst.org/). 4 Among the countries pointed out by Leopold et al. 1 with very limited AMR data is Angola, an emergent economy with a population of 24 million, recently leaving almost four decades of civil war and still with a precarious health system (http://www.who. int/countryfocus/cooperation_strategy/ccs_ago_en.pdf?ua=1). As part of a surveillance project on the occurrence of Grampositive and Gram-negative bacteria resistant to key antibiotics used to treat human infections, we searched for AmpR-Efm in humans, animals and the environment from Benguela province (June 2013).
Samples (n¼ 62) from different regions of Benguela province, hosts and environments were collected from: (i) healthy humans who did not take antibiotics for 3 months before the sampling (rectal swabs; n ¼ 20); (ii) a wild park (free grey monkeys-n ¼ 2 and springboks-n¼3 fresh faeces; water from animal drinkers and a cistern supplying the drinkers-n¼2); (iii) 4 farm production animals and their environment [rectal swabs of healthy chickens-n¼5 (pools of 13 animals), of cows-n¼3 (pools of 9 animals) and of pigs-n¼2 (pools of 6 animals); swabs from facility walls/floor-n¼2; water from animal drinkers-n¼3]; (iv) rivers serving inhabitants of Lobito and Catumbela cities-n¼ 3, and treated-n¼ 7 and untreated-n¼ 5 (4 boreholes and 1 fountain) human drinking waters; and (v) residual waters from two points of a Benguela wastewater treatment station or from urban/hospital sewer lines of Benguela, Damba-Maria and Catumbela cities-n ¼ 5. Waters were filtered (100 mL) and then these and all other samples were enriched in peptone water+ 8 mg/L ampicillin. A 0.1 mL aliquot was plated in Slanetz -Bartley agar + 8 mg/L ampicillin and different bacteria morphotypes per plate were selected. Resistance to 12 antibiotics was evaluated by disc diffusion/Etest following EUCAST guidelines or, when not possible, CLSI guidelines. Species, AMR genes [tet(MLOSK), erm(B), aadE and pbp5] and virulence factors (IS16, esp, hyl and acm) were searched by PCR and clonality by MLST. 9 A high percentage (10%, n ¼ 6/62) of samples (1 from hospital +community residual water, 2 from chicken farm facilities, 2 from chicken pool faeces and 1 from pig pool faeces) carried AmpR isolates (n¼ 8), which were identified as Efm with variable ampicillin MICs (12 to .256 mg/L) (http://www.eucast.org/ fileadmin/src/media/PDFs/EUCAST_files/Breakpoint_tables/v_5. 0_Breakpoint_Table_01.pdf) and belonging to ST610 (BAPS 2.3a) and ST245, ST650 and ST971 (all BAPS 2.1b), the latter described here for the first time (Table 1) . Recently, BAPS 2.1b was positively associated with animal-origin ampicillin-susceptible Efm, 3 contrasting with our AmpR isolates. Also, Efm (AmpR or unknown phenotype) from different STs of BAPS 2.1b and 2.3a were previously linked to human infections in sSA and other African regions (e.g. Tanzania and Algeria) (http://pubmlst.org/). 4 Amino-acid sequence analysis of PBP5 from four AmpR-Efm showed three different sequences, corresponding mostly to the AmpR consensus region previously described (Table S1 , available as Supplementary data at JAC Online; GenBank accession numbers KR140010, KR140011, KR140012 and KR140013). 10 Two sequences were new, while a chicken farm facility Efm PBP5 was previously identified in 19 Efm from Europe/the USA/Israel (bloodstream infections-n ¼ 10 and unknown origin-n ¼ 9) belonging to hospital-associated clonal lineages (BAPS 2.1a and 3.3a; 1992 -2006) (Table S1 ). All but one of our AmpR-Efm were MDR. They were resistant to tetracycline [n ¼ 7; tet(M), n ¼ 6 and tet(L), n¼3], high concentrations of streptomycin (n¼6; aadE negative), quinupristin/dalfopristin (n¼5), erythromycin [n¼5; erm(B)], ciprofloxacin (n¼4) and nitrofurantoin (n¼4). Among virulence genes, acm was identified in five isolates of chicken and chicken farm facilities origins.
In summary, the occurrence of MDR AmpR-Efm outside of an Angolan hospital context suggests b-lactam selective pressure, supporting the data for other countries and pathogens.
1 This is of concern as b-lactams are critical in the treatment of diverse enterococcal infections in sSA, where antibiotics such as glycopeptides are not readily available. The results of this study (Efm of BAPS groups linked to sSA acute infections and PBP5 type previously observed in epidemic clonal lineages), allied to favourable conditions for bacterial transmission and infection (e.g. poor hygiene, high number of immunocompromised persons and noncontrolled antibiotic use), suggest that the impact of these strains on sSA public health should be clarified. Besides AMR surveillance in an sSA clinical setting, pointed out by Leopold et al.,
1 monitoring non-clinical contexts also seems essential to support empirical therapy in this region. 
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CF-A, chicken farm facilities (walls +floor), location A; CF-B, chicken farm facilities (walls+floor), location B; HC-B, healthy chicken pool faeces, location B; RW-H/C, residual water from hospital +community; P-C, pig pool faeces, location C; TET, tetracycline; ERY, erythromycin; STR, high concentrations of streptomycin; NIT, nitrofurantoin; Q/D, quinupristin/dalfopristin; CIP, ciprofloxacin; -, none of the virulence factors/AMR genes studied was detected.
a For PBP5-Sx/Ry, x indicates that x amino acids match the PBP5 ampicillin-susceptible consensus sequence and y indicates that y amino acids match the PBP5 ampicillin-resistant consensus sequence as proposed by Pietta et al. 10 (see Table S1 ). Antibiotic resistance phenotypes or genotypes in square brackets correspond to variable phenotypes/genotypes within the grouped E. faecium isolates. c Sequencing of the pbp5 gene was performed for E. faecium with an ampicillin MIC .256 mg/L. d ST was determined for one of the isolates.
